for definition of parameters, ζ is the angle between L-DNA1 and L-DNA2. and L-DNA (abscissa). The inset shows the location of the residues on the surface of GH5. The hydrophobic residues L66, L70, A77 and A78 belong to helix 3, which has been identified as binding to the nucleosomal DNA. V87 and A89 together with K85 belong to the loop between the beta sheets and structurally this loop appears between the two binding sites, K69site and R42site. Figure 3 . Hydrophobic binding sites on GH5 identified using the program GRID (2, 3, 4). GH5 (green cartoon) is shown with its van der Waals surface (green mesh) and hydrophobic regions (yellow) with interaction energy more favorable than -0.5 kcal/mol for a hydrophobic probe, the DRY probe (yellow). The residues near the hydrophobic regions are labelled. The figure was made with Pymol (www.pymol.org). The most favourable value of the hydrophobic interaction energy was -1.9 kcal/mol around residues L66 and L70. A favourable hydrophobic region was also clearly seen around V87 at interaction energy of -1.5 kcal/mol. . Chromatosome complex with the LH dimer. The crystal structure of the GH5 dimer (blue ribbon, 1HST.pdb) was superimposed on the dominant docked position of GH5 (see Figure 1c) on the nucleosome conformation 7 0 (red). The LH dimer lies along L-DNA1 without making any steric clashes.The Nand C-terminii of the globular domains are positioned so that there is space to accommodate the preceding and succeeding polypeptide chains.
